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Amendments to the Claims 

This listing of claims will replace all prior versions, and listings, of claims m the application.: 
Listing of Claims: 

147. (Cancelled) 

1 8. (Withdrawn) An isolated and purified nucleic acid sequence capable of 
hybridizing to a region of the long arm of chromosome 9 between D9S127 and D9S59, wherein 
said sequence is sufficiently linked to the familial dysautonomia gene to diagnose familial 
dysautonomia with the proviso that the nucleic acid sequence is not a sequence selected from the 
group consisting of D9S58 and D9S59. 

1 9. (Withdrawn) An isolated and purified nucleic acid sequence capable of 
hybridizing to a region of the long arm of chromosome 9 between D9S53 and D9S105, wherein 
said sequence is sufficiently linked to the familial dysautonomia gene to diagnose familial 
dysautonomia with the proviso that the nucleic acid sequence is not a sequence selected from the 
group consisting of D9S58 and D9S59. 

20. (Previously presented) A method for detecting the presence in a subject of 
a polymorphism linked to a gene associated with familial dysautonomia winch comprises: 

analyzing human chromosome 9 of the subject and detecting the presence of a 
polymorphism located between D9S59 and D9S127 inclusive and linked to the gene associated 
with familial dysautonomia and wherein the presence of the polymorphism is indicative of 
carriers of a gene associated with familial dysautonomia. 

2 1 . (Previously presented) The method according to claim 20, wherein the 
polymorphism is located on the q3 1 band of the long arm of human chromosome 9. 

22. (Previously presented) The method according to claim 20, wherein the 
polymorphism is located about 20 cM around D9S309. 

23. (Previously presented) The method according to claim 22, wherein the 
polymorphism is located about 10 cM around D9S309. 
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24. (Previously presented) The method according to claim 20, wherein the 
polymorphism is located about 20 cM around D9S310. 

25. (Previously presented) The method according to claim 24, wherein the 
polymorphism is located about 10 cM around D9S310. 

26. (Currently amended) The method according to claim 20, wherein the 
analyzing is carried out by: 

(a) amplifying the polymorphism; 

(b) separating the amplified polymorphism to generate a polymorphism 

pattern; 

(c) correlating the presence or absence of the polymorphism with the 
respective presence or absence of the gene associated with familial dysautonomia by comparing 
a e<»rregpend i ng polymorphism pattern at the same chromosomal location as the position of the 
polymorphism amplified in fa) for family members showing segregation between the familial 
dysautonomia gene and the polymorphism^,]]. 

27. (Previously presented) The method according to claim 26, wherein the 
polymorphism is detected by autoradiography. 

28. (Previously presented) The method according to claim 26, wherein the 
polymorphism pattern of the subject is compared to the corresponding polymorphism pattern for 
each parent of the subject which are unaffected by familial dysautonomia disease and a family 
member affected by familial dysautonomia disease. 

29. (Cancelled) 

30. (Currently amended) A method for detecting the presence of 
polymorphisms linked to a gene associated with familial dysautonomia in a subject comprising 
typing blood relatives of a subject for a polymorphism located on the long arm of human 
chromosome 9 located between D9S59 and D9S127, inclusively ];. anMvzingtfe 

by genetic linkage analysis for linkage to familial dysautonomia; and linked to the gene 
associated with familial dysautonomia; and analyzing DNA from the subject and detecting the 
presence of the polymorphism linked to the gene associated with familial dysautonomia. 
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3 1 . (Previously presented) Hie method according to claim 30, wherein the 
polymorphism is located within 10 cM of D9S3G9> 

32. (Previously presented) Hie method according to claim 30, wherein the 
polymorphism is located within 10 cM of D9S310. 

33. (Previously presented) The method according to claim 20 wherein the 
polymorphism is D9S59. 



